Abstract: Blood samples were obtained from 95 barren-ground caribou (Rangifer tarandus groenlandicus) o the Beverly herd in Northwest Territories, Canada. Polyacrylamid gel electrophoresis was used to score for genetic variation in the locus coding for transferrin. The pattern of allele frequency distribution are compared with previously reported values of Eurasian tundra reindeer (R.
Introduction
According to the basic taxonomic study by Banfield (1961) , the reindeer/caribou should be divided into two groups: the tundra reindeer (Røed and Whitten, 1986; Røed et ai, 1986) . The Canadian barrenground caribou (R.t groenlandicus) also belongs to the tundra reindeer group and has its main distribution in the mainland of northern Canada ( 
Material and methods
Blood samples were obtained from 95 barrenground caribou of the Beverly herd in Northwest Territories, Canada. The blood samples were taken into heparinized test tubes and centrifuged, after which the plasma fraction was removed and stored at -20°C until the electrophoretic analysis was performed. Plasma samples were subjected to vertical slab Polyacrylamide gel electrophoresis as previously described by Røed (1985a) . The transferrins were made visible by overnight staining with Coomassie Brilliant Blue R250 (Diezel et al, 1972) . Relative mobilities of transferrin bands were confirmed by re-running samples of approximately the same mobility side by side on the same gel. Reference plasma was from continental Norwegian wild and domestic reindeer, R.t. tarandus, (Røed, 1985a) , from Svalbard reindeer, R.t. platyrhynchus, (Røed, 1985b) , from Peary caribou, R.tpearyi (Røed et ai, 1986) and from Alaska caribou, R.t. granti (Røed and Whitten, 1986) .
Results
The amount of genetic variation at the trans- , R.t. granti from Alaska (Røed and Whitten, 1986) , R.t. tarandus from Norway (Røed, 1985a) , and R.t. platyrhynchus from Svalbard (Røed, 1985b Coefficient of genetic identity, I (Nei, 1972) , was calculated from the allele frequencies in Table 1 . Table 2 gives the genetic identity between the different subspecies of the tundra reindeer type and illustrates that the genetic identity between subspecies was highly variable, ranging from 0.886 between R.t. tarandus and
R.t. granti, to 0.000 between R.t. platyrhynchus and R.t. tarandus. The genetic identity between

R.t. groenlandicus and the other subspecies
shows that this subspecies is most genetic similar to R.t. pearyi and to R.t. granti, with approximately the same amount of genetic similarity to both subspecies.
Discussion
The results of the present study indicate that
R.t. groenlandicus contains a high amount of genetic variation, and that considerable genetic divergence has occurred in comparison with
other subspecies of the tundra reindeer group.
The early evolution of reindeer and caribou is largely unknown. The genus has been traced back to about 440 000 B.C. in central Germany, and its existence in North America may well be equally long (Banfield 1961 (Røed and Whitten, 1986) .
Concerning the origin of the different subspecies of reindeer and caribou, it has been hypothezised that continental tundra forms evolved in the Beringia refugium in Alaska-Yukon during the Wisconsin glaciation, the woodland caribou south of the ice sheet, and the Peary caribou in a refugium in the Canadian Arctic
Archipelago or in northern Greenland (Banfield, 1961) . A common genetic origin of Svalbard reindeer and Peary caribou has also been suggested from the similarity in the transferrin locus (Røed, 1985b , Røed et ai, 1986 . As indicated by Røed and Whitten (1986) , the genetic similarity between Alaska caribou and the Eu- tern tundra (Banfield, 1961) . As the icebarriers retreated, the Alaska caribou in the west, the woodland caribou in the north, could 
